Diverse Shiga toxin-producing Escherichia coli (STEC) strains have been isolated from several environmental samples. Rivers are associated with the distribution of STEC pathogens in the environment. Thus, we report the complete genome sequence of a locus of enterocyte effacement (LEE)-positive STEC O157:H7 strain isolated from the Mississippi River.
chromosome has an average GC content of 50.5% and carries a total of 5,440 predicted protein-coding sequences (CDSs), 22 rRNAs, and 106 tRNAs. The strain is an E. coli O157:H7 strain that harbors two sets of stx genes, including one stx 2a located on an 83,266-bp prophage (chromosome position, base pairs 260410 to 343675) and one stx 2c located on a 35,769-bp prophage (chromosome position, base pairs 5403730 to 5439498). Additionally, a 41,255-bp pathogenicity island-locus of enterocyte effacement (LEE)-was identified between base pairs 1729493 and 1770747 of the chromosome. This strain also carried enterohemorrhagic E. coli (EHEC)-associated non-LEEencoded type III translocated virulence factors (nleA, nleB, and nleC). In addition, the strain contains a virulence gene, EAST-1 heat-stable toxin (astA), commonly related to many E. coli pathovars, such as enteroaggregative E. coli (EAEC), enterotoxigenic E. coli (ETEC), and EHEC (16) . The plasmid pRM19259 is a typical F-like plasmid pO157, which contains several virulence-related genes, such as ehxA (enterohemolysin), espP (serine protease), etpD (type II secretion protein), katP (catalase-peroxidase), and toxB (toxin B) (17) . The findings of this study provide valuable insights into the epidemiological surveillance of E. coli O157:H7 infections.
Data availability. The sequence described in this study is available under BioProject accession number PRJNA573729. The GenBank accession numbers of the RM19259 chromosome and plasmid pRM19259 are CP046527 and CP046526, respectively. The raw reads of the strain are available under Sequence Read Archive (SRA) accession number SRR10598574.
